were isolated by 5′-and 3′-RACE-PCR and the complete coding sequence of each gene was reconstructed. The sequence of the G. australis opsin genes was confirmed by amplification of each cDNA as a single fragment using a proof reading DNA polymerase. The sequences of the PCR primers and sequence alignments of the five G. australis opsin genes are provided as supplementary material (Genbank accession numbers: AY366491-AY366495).
The five G. australis opsin cDNA sequences were compared with the major groups of opsin genes from a broad range of representative vertebrate species. A codon-matched nucleotide sequence alignment provided the basis for estimating the evolutionary distances between the gnathostome (jawed vertebrate) and G. australis opsins and the neighbour-joining method 
